ABSTRACT Bacillus cereus NWUAB01 was isolated from a gold-mining site in Vryburg, South Africa, for its multiple heavy metal resistance properties. Here, we report the draft genome sequence of B. cereus NWUAB01 obtained with Illumina sequencing.
The raw sequence was processed to obtain high-quality reads with the KBase (6) platform. The read quality was checked with FastQC (v.1.0.4) (7) , and the reads were trimmed to remove adapter and low-quality sequences and ambiguous reads using Trimmomatic (v0.36) (8) with default parameters. De novo assembly was performed with SPAdes v.3.12.0 (9) with default settings to yield 91 contigs. The draft genome sequence of B. cereus NWUAB01 consists of 5,989,415 bp with a GϩC content of 35.01%. The contigs have an N 50 value of 326,240 bp and an L 50 value of 7, and the largest contig has 644,886 bp. The contigs were annotated with the Rapid Annotations using Subsystems Technology (RAST v 2.0) server (10) and the NCBI Prokaryotic Genome Annotation Pipeline (PGAP v4.7) (11), which identified 6,306 coding genes, 115 RNA, 3 rRNA operons, and 280 pseudogenes.
The genome annotation showed genes responsible for metal resistance, such as the chromate transport protein (ChrA), cobalt-zinc-cadmium resistance protein (CzcD), copper resistance protein (CopC and CopD), arsenic efflux pump protein, cadmium resistance transporter, and cadmium efflux system accessory protein. Analysis of the secondary metabolite biosynthesis gene clusters with antiSMASH v3.0 (12) with default parameters revealed that B. cereus NWUAB01 has 44 gene clusters involved in antibiotic and secondary metabolite biosynthesis. These include nonribosomal peptide synthetase (NRPS) gene clusters, lipoproteins, lipopolysaccharides, petrobactin, siderophores, binding proteins, bacillibactin, proteins related to the degradation of toxic compounds, and biofilm secretion genes. No clustered regularly interspaced short palindromic repeat (CRISPR) sequences were identified by CRISPRFinder (13) . Further investigation will provide additional information about the mechanism involved in the multimetal resistance role of B. cereus NWUAB01 that will facilitate environmental applications.
Data availability. This whole-genome shotgun project is deposited at DDBJ/ENA/ GenBank under accession number QNGD00000000, BioProject number PRJNA476495, and BioSample number SAMN09435693. The Sequence Read Archive raw reads are deposited under accession number SRR7647568. The version described in this paper is version QNGD03000000.
